Figure I 


10 ^ 30 50 

M A ? ? ? A P V H L G A F T, 
0 90 110 
KL^GTGAC7CCGAATC^^ 

A V T ? N £__S A A S G T E A A A A T P 

130 150 170 

SKVWGS SAGRIEPRGGGRGA 

ISO 210 230 

CTCXZCTACCTCCATGGGAC?^ 

L?T3 2«!G QHG? SARARAGRAP 

250 270 290 

3&rCCAGGCCGGCC<:GGGA-jGCC^ 

G ? R ? A R E A S ? R L R V H K T F K F 

310 330 350 

•GTCGTCGTCGGG^ iCCTGCTGCAGGTCGTACCTAGCTCAGCT^ 

V V V 3 V L L Q V V P S SAATIKLH 
37D 390 410 

D23^ GTQQWEHSPLGELCPP 
430 450 470 

gga_ctca:^jgatcagaa^ 

GSHRSSRPGACNRCTEGVGY 
490 510 530 

T A S 2J M L F A C L P C T A ' C K S D E 

55Q 570 590 
C^J^2AJ2A-^ 

2 i ?. SPCT TTRNTACQCKPGT 

613 530 650 
|]^CGGAATSAa-A7TC^ 

r 11 Z 11 S A E 2-1 C R K C S T G C P R G 

67C 690 710 

>* V F. V K 3 C T ? W S D I E C V H K E S 

73 C 75 0 770 
v3GC-ATGG£^ATAATATAJTCG^ 

G G - 21 . w V 1 L V V T L V V P L L L 


79C_ 310 830 

GTGGCTGTG^ iGATTGTCTCTTGTTGCATCGGCTC 

Y ~ V 1 * " C C c 1 G s G C G G D P K C 

370 890 
3GCTIGGGTCTCCTACGAGGGCCTGGGGCTGA 

'-IjGLLRG ? G A E D N ■ 
930 950 
GCTp.C-AXa-.GATTCr 

a h - . i s A D S L S T F V S E Q Q 

_^ 97: ^ 390 1010 

A^^AAGCCAG^-^CCGGC^^ 

>r „ s ; ^ ? a l r g v t v q s p g e a 



Figure 1 (cant.) 
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1150 1170 1190 

GTGCCCTTTGACTCCTGGGACCAC^ 

VVrDSWDQLMRQLDLTKNEI 

1210 1230 1250 

GATGTGGTCAGAGCTGGTACAGCAGGCCCAGGGGATC 

DVVRAGTAGPGDAL Y A M L M K 

1270 1290 1310 

TGGGTCAACAAAACTGGACGGAACGCCTCGATCCA 

WVNKTGRNASIHTLLDALER 

1330 1350 1370 

ATGGAAGAGAGACATGCAAAAGAGAAGATTCAGGACCTCTTG^ 

MEERHAKEKIQDIjLVBSGKF 
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IYLEDGTFSAVSLE 

1450 1470 1490 
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GTGTGTGCCATCATTTCCTCGGCTAACTACGGGAGGTC 
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AACCCCACGAAGGACAGTGTAGACTGCAGATTGCACCACTGCACTC 
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CAGAGCAAGACTCTGTCTCAAGATAAAATAAAATAAACTT^ 
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GAGGCTCACATGCCAAAGGAAAATCTGGTTC 
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TATCATGGTGGTCAATTGGAGGTGTTAAT^ 

1990 2010 2030 

GTAAGGCATTATTTCTGGGACATTATTTCTGG^ 
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GATTGGCATGCGATCGGGTGGACTGAGTGGAAAAGACCTA^ 

2H0 2130 2150 

CGTCCGACAGiACTGGGGAGCAAGATAGAAGAAAACAAAAAAAAAAAAAAAAA 
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Figure 2 (com.) 
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Fas procein 

- h T^CFR I Proceir. 
----- proceir. 
•C "/Qr- S proceir. 
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■ Alpha, Amphipathic Regions - Eisenberg 
B Beta, Amphipathic Regions - Eisenberg 
□ Flexible Regions - Karplus-Schulz 


Q Antigenic Index - Jameson-Wolf 


□ Surface Probability Plot - Emini 
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FIGURE 4 


HTOIY07R 


1 GGCANAGGTN CGTACCTAGC TCACCTGCAA CCATCAAACT TNATGATCAA 
51 TCAATTGGCA CACAGCAATG GGAAACATAG CCCTTTGGAA GANTTGTNTC 
101 CACCAGGATC TCATAGATCA AAACATCCTG GGAGCCTGTT AACCGGTGCC 
151 CCAAAGGNTG GTCAAGGTCA AGGAATTGTT NCGCCCTGGA AGTGAACATC 
201 GAGTGTNTCC ACAAAGGATT CAGGCAATGG GACATAAATA TATGGGTGAA 
251 TTTTGGTTGT GAACTTTGGT TGNTCCCGTT GNTGTTGNTG GCTGTGCTGA 
3 01 TTGTTTGTTG TTGCATCGGC TTCAGGTTNT GGAGGGGGAC CCAAGTGCAT 
3 51 GGACAGGGTG TGTTTCTGGG GTTTGGGTCT CTTAGAGGGC NTGGGTTANG 
401 GCANGTTCAC AAGGGTTTTA GCAANG 


HTXEY80R 


1 TGGGGCTGAG GACAATGCTG ACNACGAGAT TCTGAGCAAC GCAGNACTNG 
51 CTGTCCACTT TCGTCTNTGN GCAGCAAATG GAAAGCCAGG AGCCGGCAGA 
101 TTTGACAGGT GTCACTGTAC AGTCCCCAGG GGAGGCACAG TGTCTGCTGG 
151 TGAGTTGGGG ACAGGCCCTT GCAAGACCTT GTGAGGCAGG GGGTGAAGGC 
2 01 CATGNCTCGG CTTCNNNTGG TCAAAGGGGA AGTGGAGCCT GAGGGAGATG 
251 GGACTTNAGG GGGACGGNGC TGCGTGGGGA AAAAGCAGCC ACCNTTTGAC 
301 AAGGGGGACA GGCATTTTTN CAAATGTGTG CTTNTTGGT 
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Figure 6A 
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